Genetic factors influencing prostate cancer risk in Norwegian men by Chen, Haitao et al.
Genetic factors influencing prostate cancer risk in Norwegian men
Chen, H., Ewing, C. M., Zheng, S., Grindedaal, E. M., Cooney, K. A., Wiley, K., ... Isaacs, W. B. (2017). Genetic
factors influencing prostate cancer risk in Norwegian men. Prostate. DOI: 10.1002/pros.23453
Published in:
Prostate
Document Version:
Peer reviewed version
Queen's University Belfast - Research Portal:
Link to publication record in Queen's University Belfast Research Portal
Publisher rights
© 2017 Wiley Periodicals, Inc.
This work is made available online in accordance with the publisher’s policies. Please refer to any applicable terms of use of the publisher.
General rights
Copyright for the publications made accessible via the Queen's University Belfast Research Portal is retained by the author(s) and / or other
copyright owners and it is a condition of accessing these publications that users recognise and abide by the legal requirements associated
with these rights.
Take down policy
The Research Portal is Queen's institutional repository that provides access to Queen's research output. Every effort has been made to
ensure that content in the Research Portal does not infringe any person's rights, or applicable UK laws. If you discover content in the
Research Portal that you believe breaches copyright or violates any law, please contact openaccess@qub.ac.uk.
Download date:04. Jan. 2018
Genetic	Factors	influencing	Prostate	Cancer	Risk		
in	Norwegian	Men	
	
Lovise	Mahle	 	 	 Oslo	
Eli	Grindedaal		 	 Oslo	
J.	Xu,	S.	Zheng,	Haitao	Chen	 NorthShore	Research	Institute,	Chicago	
K.	Cooney																							 Univ	Utah,	Salt	Lake	City	
S.	D.		Fosså	 	 	 Oslo	University	Hospital,	Dep	of	Oncology	and	University	of	
Oslo	,	Faculty	of	Medicine	
K	Axcrona		
Srdjan	Djurovic	 	 NORMENT,	KG	Jebsen	Centre	for	Psychosis	Research	and	
Department	of	Medical	Genetics,	Oslo	University	Hospital,	Oslo,	Norway	
Ole	A.	Andreassen	 	 NORMENT,	KG	Jebsen	Centre	for	Psychosis	Research,	Institute	
of	Clinical	Medicine,	University	of	Oslo,	Oslo,	Norway,	Division	of	Mental	Health	and	
Addiction,	Oslo	University	Hospital,	Oslo,	Norway,	
Ian	G.	Mills	 	 	 Centre for Molecular Medicine Norway, Nordic European 
Molecular Biology Laboratory Partnership, Forskningsparken, University of Oslo, 21 0349 Oslo, 
Norway; Department of Molecular Oncology, Institute for Cancer Research, Oslo University 
Hospital, 0424 Oslo, Norway; PCUK Movember Centre of Excellence, Centre for Cancer 
Research and Cell Biology (CCRCB), Queen's University, Belfast BT7 1NN, Northern Ireland, 
UK. 
WB	Isaacs,	CM	Ewing,	K	Wiley	 	Brady	Urological	Inst,	Johns	Hopkins	School	of	Med	
		
Abstract:	Norway	has	one	of	the	highest	rates	of	death	due	to	prostate	cancer	(PCa)	in	the	
world.	To	assess	the	contribution	of	both	common	and	rare	single	nucleotide	variants	(SNPs)	
to	 the	 prostate	 cancer	 burden	 in	 Norway,	 we	 assessed	 the	 frequency	 of	 the	 established	
prostate	cancer	susceptibility	allele,	HOXB13	G84E,	as	well	as	a	series	of	validated,	common	
PCa	risk	SNPs	in	a	Norwegian	PCa	population	of	779	patients.		The	G84E	allele	was	observed	
in	2.3%	of	patients	compared	to	0.7%	of	control	individuals,	OR=	3.8,	P=1x10‐4.	While	there	
was	a	trend	toward	an	earlier	age	at	diagnosis,	overall	the	clinicopathologic	features	of	PCa	
were	 not	 significantly	 different	 in	 G84E	 carriers	 and	 non‐carriers.	 Evaluation	 of	 32	
established	common	risk	alleles	revealed	significant	associations	of	risk	alleles	at	13	 loci,	
including	 SNPs	 at	 8q24,	 and	 near	 TET2,	 SLC22A3,	 NKX3‐1,	 CASC8,	MYC,	 DAP2IP,	MSMB,	
HNF1B,	PPP1R14A,	and	KLK2/3.	When	the	data	for	each	SNP	are	combined	into	a	genetic	risk	
score	(GRS),	Norwegian	men	within	the	top	decile	of	GRS	have	over	5	fold	greater	risk	to	be	
diagnosed	with	PCa	than	men	with	GRS	in	the	lowest	decile.	These	results	indicate	that	risk	
alleles	of	HOXB13	and	common	variant	SNPs	are	important	components	of	inherited	PCa	risk	
in	 the	 Norwegian	 population,	 although	 these	 factors	 appear	 to	 contribute	 little	 to	 the	
malignancy’s	aggressiveness.	
	 	
Introduction	
	
Despite	being	one	of	the	countries	with	the	highest	health	care	expenditure	per	
capita,	Norway	has	the	highest	rate	of	prostate	cancer	(PCa)‐related	deaths	in	the	western	
world,	and	ranks	third	internationally	(1).	The	reasons	for	this	excess	mortality	due	to	PCa	
in	Norway	are	unknown.	
	
One	 possible	 contributor	 to	 high	 Norwegian	 PCa	 mortality	 rates	 is	 an	 ancestry‐
associated	difference	in	the	burden	of	genetic	risk	factors,	 including	variants	which	might	
interact	with	environmental	 factors	 to	 increase	 risk	 and	possibly	disease	aggressiveness.	
Twin	studies	suggest	that	PCa	exhibits	a	high	degree	of	heritability	which	is	more	significant	
than	other	common	cancers	including	breast	and	colon	cancer	(2).	Genome‐wide	association	
studies	(GWAS)	have	 identified	at	 least	100	single‐nucleotide	polymorphism	 loci	or	SNPs	
that	 are	 associated	with	 increased	 risk	 of	 PCa,	 at	 least	 in	men	 of	 European	 descent	 (3).	
Although	the	impact	of	each	individual	risk	SNP	is	small,	men	who	carry	the	top	percentiles	
of	 inherited	 risk	 alleles	 are	 4‐6‐fold	more	 likely	 to	 be	 diagnosed	with	 PCa	 (4,	 5).	 Recent	
studies	suggest	PCa	risk	SNPs	account	 for	~33%	of	 familial	PCa	risk	 in	men	of	European	
ancestry	 (3).	 	 An	 analysis	 of	 PCa	 risk	 SNPs	 in	 the	 Norwegian	 population	 has	 not	 been	
previously	reported	to	our	knowledge.	
	
In	 early	 2012	 the	 identification	 of	 the	 first	 bona	 fide	 prostate	 specific	 cancer	
susceptibility	gene,	HOXB13	was	reported	(6).	This	finding	has	been	confirmed	by	many	labs	
around	the	world	(eg	ref	7)	as	well	as	by	researchers	in	the	International	Consortium	for	
Prostate	 Cancer	 Genetics	 (ICPCG)	 (8).	 Through	 combined	 analyses	 of	 different	 study	
populations	within	the	ICPCG,	the	observation	was	made	that	the	most	common	mutation	in	
HOXB13	in	US	men,	G84E,	was	found	to	be	at	the	highest	frequency	in	individuals	of	Nordic	
descent.	 Indeed,	 as	many	 as	 8	 to	 10%	of	 Swedish	 (9)	 and	 Finnish	 (10)	men	with	 family	
history	positive	prostate	cancer	diagnosed	at	an	early	age	carry	a	G84E	HOXB13	mutation,	
compared	to	~1%	or	less	in	unaffected	men.	A	critical	additional	finding	was	that	all	G84E	
mutation	carriers	 shared	a	common	haplotype	 (8),	 that	 is,	 they	are	all	descended	 from	a	
common	founder,	presumably	of	Nordic	origin.	Thus,	in	addition	to	more	common	variants	
we	were	interested	in	determining	the	frequency	of	G84E	in	Norway,	a	population	with	the	
highest	prostate	cancer	mortality	rate	in	any	country	outside	of	the	African	diaspora.		
	
Methods	
	
Description	of	patient/control	population	
Blood	DNA	from	779	men	treated	with	curative	intent	in	Norway	in	2009	was	available	
for	genetic	studies	as	part	of	a	national	trial,	which	evaluated	the	incidence	of	side	effects	
after	curative	treatment	of	PCa	(11).		All	available	clinical	and	pathologic	information	on	
these	patients	was	obtained	from	the	Norwegian	Cancer	Registry.	Control	DNA	samples	
were	obtained	from	1643	Norwegian	individuals	who	consented	to	provide	samples	for	
research	purposes	at	the	time	of	blood	donation.	
	
SNP	and	HOXB13	G84	Genotyping:	
A	total	of	32	SNPs	known	to	be	associated	with	risk	of	being	diagnosed	with		PCa	were	
assessed	in	this	study.	Genotyping	in	cases	was	performed	as	previously	described	using	
mass	spectrometry	(5,	12).	Genotyping	in	controls	was	obtained	from	GWAS	data	(do	you	
know	which	array).	The	complete	open	reading	frame	for	HOXB13	was	sequenced	using	
Sanger	Sequencing.	Correlation	between	sequence	data	obtained	using	Sanger	sequencing	
and	taqman	technology,	as	previously	described,	was	100%.	To	compare	allele	frequencies	
between	Norwegian	PCa	patients	and	Norwegian	population,	array	data	from	n=4700	
Norwegian	blood	donors	were	included.		
	
Genetic	risk	assessment	and	Statistical	analysis	
Genetic	risk	assessment	was	used	for	the	evaluation	of	individual	disease	risk.	Risk	alleles	
(R)	and	non‐risk	alleles	(N)	were	counted	at	each	locus.	Genotype	RR	was	counted	as	2,	RN	
as	1,	and	NN	as	0.	Then,	the	number	of	risk	alleles	was	summed	(5).		
Student's	t‐tests	(for	normal	variables)	and	Mann–Whitney	U‐tests	(for	non‐normal	
variables)	were	used	to	compare	the	variables	among	groups	in	univariate	analyses.	In	
multivariate	analyses,	logistic	regression	was	used	to	evaluate	the	three	genetic	risk	
assessment	methods	after	adjusting	for	clinical	variables.	All	statistical	analyses	were	
performed	using	SPSS	22.0	(IBM	Corporation,	New	York,	USA).	Two‐tailed	P	<	0.05	was	
considered	statistically	significant.	
	
Results	
	
HOXB13:		
	
To	search	for	coding	sequence	variants	including	possible	novel	founder	mutations	
in	the	Norwegian	population,	we	sequenced	the	complete	coding	region	of	the	HOXB13	
gene	in	779	PCa	cases.	As	summarized	in	Table	1,	over	half	(52.8%)	of	these	cases	had	
cancers	with	clinical	Gleason	Score	7	or	higher.	In	total,	we	found	18	carriers	of	the	G84E	
HOXB13	mutation,	for	a	carrier	frequency	of	2.3%.	This	rate	compares	to	0.7%	carrier	rate	
observed	in	1643	anonymous	blood	donors.	The	OR	for	PCa	in	G84E	carriers	in	the	
Norwegian	population	is	3.8,	P=0.001	(Table	2).		
	 	 	
An	evaluation	of	the	clinicopathologic	tumor	characteristics	in	the	G84E	carriers	
showed	that	these	cancers	were	similar	to	cancers	seen	in	non‐carriers.	While,	there	is	a	
trend	towards	younger	age	at	diagnosis	in	G84E	carriers	undergoing	radical	surgery	for	
PCa	(60.5	years	for	G84E	carriers	vs.	62.6	years	for	non‐carriers),	the	frequency	of	G84E	
carriers	in	men	diagnosed	with	high	grade	disease	(Gleason	7	and	higher)	is	the	same	
(2.36%)	as	in	men	with	low	grade	disease	(2.25%),	suggesting	that	G84E	does	not	
predispose	men	to	higher	grade	prostate	cancer	in	the	Norwegian	population.			
	
	 Other	than	the	G84E	variant,	we	found	no	other	non‐synonymous	coding	sequence	
mutations.	The	only	other	variants	observed	were	two	synonymous	polymorphisms	at	
Serines	122	and	127	(rs8556	and	rs9900627,	respectively).	
	
PCa	risk	SNPs:	
		
We	genotyped	a	set	of	32	validated	PCa	risk	SNPs	(12	13)	in	the	same	set	of	779	PCa	
cases.	 	These	data	are	presented	in	Table	3.	Of	the	29	evaluable	SNPs	(no	control	data	are	
available	for	three	SNPs),	13	showed	a	statistically	significant	association	with	PCa	risk.	With	
several	exceptions,	the	remaining	SNPs	showed	frequency	differences	in	the	same	direction	
as	previously	reported	(12),	thus,	it	is	likely	that	the	relatively	small	sample	size	accounts	
for	 the	 lack	of	 significance	of	many	of	 these	SNPs.	Significant	associations	 (P<0.05)	were	
observed	in	the	Norwegian	PCa	population	for	SNPs	within	or	adjacent	to:	TET2,	SLC22A3,	
NKX3‐1,	CASC8,	MYC,	DAP2IP,	MSMB,	HNF1B,	PPP1R14A,	and	KLK2/3.	The	most	significantly	
associated	region	of	the	genome	in	terms	of	harboring	multiple	risk	alleles	is	8q24,	with	four	
independent	SNPs	showing	significant	associations.	The	SNP	with	the	largest	effect	overall	
was	rs16901979	at	8q24,	which	showed	an	OR	of	1.7.		
	
SNP	 genotype	 frequencies	 were	 also	 compared	 between	 cases	 with	 high	 grade	
(Gleason	7	or	higher)	and	all	other	study	individuals	(cases	with	Gleason	6	or	less	as	well	as	
all	controls).	As	expected	from	previous	studies	(3),	most	SNPs	were	not	associated	with	high	
grade	disease.	However,	5	SNPs	demonstrated	 increased	 frequencies	 in	high	grade	cases,	
reaching	P	values	of	0.05	or	less.		
	
By	 combining	 SNP	 data,	 a	 genetic	 risk	 score	 (GRS)	 was	 calculated	 based	 on	 the	
number	of	risk	alleles	an	individual	inherits	(5,13,14).		PCa	risk	as	a	function	of	GRS	in	the	
Norwegian	population	was	examined	in	Table	4.	The	median	GRS	for	cases	was	significantly	
higher	than	that	calculated	for	the	control	population	(P=4.98E‐27).	An	analysis	of	risk	by	
decile	of	GRS	indicates	an	ability	to	stratify	risk	over	a	5‐fold	range,	with	individuals	with	the	
highest	and	 lowest	decile	of	GRS	having	a	2.5	and	0.5	 fold	risk	of	PCa,	respectively,	when	
compared	to	the	average	population	risk.			
	
There	was	 no	 difference	 in	 the	 GRS	 in	 carriers	 vs.	 non‐carriers	 of	HOXB13	G84E,	
indicating	the	independent	effects	of	these	alleles	on	PCa	risk	(Suppl	Table	2).		Furthermore,	
GRS	had	no	effect	on	risk	of	PCa	death,	although	the	number	of	events	was	low	(Suppl	Table	
3).	
	
Discussion	
	
In	a	Norwegian	population	of	men	with	PCa,	we	find	that	both	HOXB13	G84E	and	at	
least	13	PCa	risk	SNPs	are	associated	with	risk	for	PCa.	The	significant	association	of	HOXB13	
G84E	with	PCa	risk	in	the	Norwegian	population	extends	the	number	of	study	populations	
where	such	an	association	has	been	observed.	While	the	G84E	variant	and	some	of	the	larger	
effect	SNPs	are	present	at	higher	frequencies	than	in	European	American	study	populations,	
the	 lack	of	association	of	 these	SNPs	with	clinical	parameters	 suggests	 that	 these	genetic	
factors	are	most	likely	not	responsible	for	the	increased	burden	of	lethal	PCa	in	Norway.		
	
The	SNP	with	the	largest	effect	in	this	study	was	rs16901979	at	8q24	near	the	gene	
PRNCR1,	which	showed	an	OR	of	1.7.	Interestingly,	this	allele	is	present	at	~50%	higher	allele	
frequency	in	Norway	as	compared	to	the	frequency	observed	in	a	US	control	population	from	
the	REDUCE	trial	population	(12).	PRNCR1,	which	codes	for	a	long	non‐coding	RNA,	has	been	
identified	 as	 a	 possible	 component	 in	 disease	 progression	 through	 the	 coordination	 of	
androgen	 receptor	 (AR)	 signaling	 (15),	 although	 this	 was	 not	 confirmed	 in	 another	
subsequent	study	(16).	 	Another	substantial	difference	is	observed	at	rs2660753,	at	3p12,	
near	the	CHMP2B	gene,	involved	in	endosome	sorting,	where	the	OR	observed	in	Norwegian	
PCa	is	~1.5	vs	~1.1	in	REDUCE	(14).		
	
One	hallmark	of	HOXB13	mutations	in	PCa	is	the	presence	of	founder	mutations	in	
different	study	populations.	The	G84E	allele	is	the	result	of	a	founder	mutation	thought	to	
originate	in	the	Nordic	region	within	the	last	several	hundred	years,	most	likely	in	Finland	
or	Sweden.	We	have	previously	observed	a	founder	mutation	(G134E)	in	Han	Chinese	(17)	
and	a	recent	report	describes	unique	missense	changes	(A128D	and	F240L)	in	Portuguese	
PCa	patients	(18)	as	well	as	Japanese	PCa	patients.	A	series	of	unique	missense	changes	have	
also	been	observed	in	prostate	cancer	patients	of	African	descent	(unpublished	observations,	
WBI).	We	have	recently	observed	a	Y87D	mutation	in	a	PCa	patient	coincident	with	a	loss‐
of‐function	ATM	mutation.	Together	with	L144P	 and	Y88D	 observed	 in	different	PCa	 cell	
lines	(LNCaP	and	LAPC4	respectively	(6)),	this	brings	the	total	number	of	unique	HOXB13	
mutations	found	to	date	to	14.	Further	study	is	required	to	understand	the	association	(and	
function)	of	the	variant	alleles	with	PCa	risk.	In	the	current	study	we	did	not	find	any	novel	
variants	in	the	Norwegian	population.	
	
This	study	provides	evidence	to	support	the	possible	use	of	PCa	risk	SNPs	to	stratify	
risk	in	the	Norwegian	population.	Indeed,	calculation	of	a	genetic	risk	score	using	the	SNPs	
genotyped	in	this	study	allows	for	the	stratification	of	risk	for	PCa	across	a	5	fold	range,	i.e.	
men	who	are	in	the	upper	10%	of	risk	allele	carriers	are	~5	fold	more	likely	to	be	diagnosed	
with	prostate	cancer	than	men	in	the	lowest	10%.	This	level	of	risk	is	sufficient	to	warrant	
consideration	of	genetic	risk	estimate	calculations	for	targeted	early	screening	in	the	general	
population	(19).	The	use	of	SNPs	to	identify	men	in	the	Norwegian	population	who	are	at	
increased	inherited	risk	for	PCa	and	thus	would	benefit	 from	early	disease	screening	and	
monitoring	could	eventually	result	in	significant	declines	in	mortality	and	morbidity	in	these	
men.		
	
While	both	HOXB13	G84E	and	PCa	risk	SNPs	appear	to	contribute	to	the	inherited	risk	
for	PCa	in	Norway,	these	variants	most	likely	cannot	explain	the	high	rate	of	PCa‐associated	
mortality	in	this	population.	Given	the	recent	findings	of	how	important	deleterious	germline	
mutations	in	BRCA2	and	potentially	other	DNA	repair	genes	are	in	predisposing	men	to	more	
aggressive	PCa,	it	would	be	important	to	examine	the	frequency	of	deleterious	mutations	in	
these	genes	in	this	population.	In	particular,	a	survey	of	the	frequency	of	Norwegian	founder	
mutations	in	high	penetrance	genes	like	BRCA1	(20),	ATM	(21),	PMS2	(22),	and	CHEK2	(23)	
might	provide	some	novel	insight	into	this	question.	
	
	
Acknowledgements	
This	work	was	made	possible	by	the	support	of	the	Norwegian	Cancer	Society/Movember	
and	Prostate	Cancer	Foundation.	
	
	
 
References 
 
1 . Cancer Registry of Norway. Cancer in Norway 2014. 
 
2. Mucci LA, Hjelmborg JB, Harris JR, Czene K, Havelick DJ, Scheike T, Graff RE, Holst K, Möller S, 
Unger RH, McIntosh C, Nuttall E, Brandt I, Penney KL, Hartman M, Kraft P, Parmigiani G, 
Christensen K, Koskenvuo M, Holm NV, Heikkilä K, Pukkala E, et al. 
Familial Risk and Heritability of Cancer Among Twins in Nordic Countries. 
JAMA. 2016 Jan 5;315(1):68‐76. doi: 10.1001/jama.2015.17703. Erratum in: JAMA. 2016 Feb 
23;315(8):822.PMID:26746459 
 
3. Al Olama AA, Kote‐Jarai Z, Berndt SI, Conti DV, Schumacher F, Han Y, Benlloch S, Hazelett DJ, 
Wang Z, Saunders E, Leongamornlert D, Lindstrom S, Jugurnauth‐Little S, Dadaev T, 
Tymrakiewicz M, Stram DO, Rand K, Wan P, Stram A, Sheng X, Pooler LC, Park K, et al.A meta‐
analysis of 87,040 individuals identifies 23 new susceptibility loci for prostate cancer. Nat 
Genet. 2014 Oct;46(10):1103‐9. doi: 10.1038/ng.3094. Epub 2014 Sep 14.PMID:25217961 
 
4. Szulkin R, Whitington T, Eklund M, Aly M, Eeles RA, Easton D, Kote‐Jarai ZS, Amin Al Olama A, 
Benlloch S, Muir K, Giles GG, Southey MC, Fitzgerald LM, Henderson BE, Schumacher F, Haiman 
CA, Schleutker J, Wahlfors T, Tammela TL, Nordestgaard BG, Key TJ, Travis RC, et al. Prediction 
of individual genetic risk to prostate cancer using a polygenic score. Prostate. 2015 
Sep;75(13):1467‐74. doi: 10.1002/pros.23037. Epub 2015 Jul 14. Erratum in: Prostate. 2015 
Dec;75(16):1972. Lim, Hui‐Yi [corrected to Lin, Hui‐Yi]. PMID:26177737 
 
5. Helfand BT, Kearns J, Conran C, Xu J. Clinical validity and utility of genetic risk scores in 
prostate cancer. Asian J Androl. 2016 Jul‐Aug;18(4):509‐14. doi: 10.4103/1008‐682X.182981. 
Review. PMID:27297129 
 
6. Ewing CM, Ray AM, Lange EM, Zuhlke KA, Robbins CM, Tembe WD, Wiley KE, Isaacs SD, Johng 
D, Wang Y, Bizon C, Yan G, Gielzak M, Partin AW, Shanmugam V, Izatt T, Sinari S, Craig DW, 
Zheng SL, Walsh PC, Montie JE, Xu J, et al. Germline mutations in HOXB13 and prostate‐cancer 
risk. N Engl J Med. 2012 Jan 12;366(2):141‐9. doi: 10.1056/NEJMoa1110000. PMID:22236224 
 
7. Kote‐Jarai Z, Mikropoulos C, Leongamornlert DA, Dadaev T, Tymrakiewicz M, Saunders EJ, 
Jones M, Jugurnauth‐Little S, Govindasami K, Guy M, Hamdy FC, Donovan JL, Neal DE, Lane JA, 
Dearnaley D, Wilkinson RA, Sawyer EJ, Morgan A, Antoniou AC, Eeles RA; UK Genetic Prostate 
Cancer Study Collaborators, and ProtecT Study Group. Prevalence of the HOXB13 G84E 
germline mutation in British men and correlation with prostate cancer risk, tumour 
characteristics and clinical outcomes. Ann Oncol. 2015 Apr;26(4):756‐61. doi: 
10.1093/annonc/mdv004. Epub 2015 Jan 16.PMID:25595936 
 
8. Xu J, Lange EM, Lu L, Zheng SL, Wang Z, Thibodeau SN, Cannon‐Albright LA, Teerlink CC, 
Camp NJ, Johnson AM, Zuhlke KA, Stanford JL, Ostrander EA, Wiley KE, Isaacs SD, Walsh PC, 
Maier C, Luedeke M, Vogel W, Schleutker J, Wahlfors T, Tammela T, et al. HOXB13 is a 
susceptibility gene for prostate cancer: results from the International Consortium for Prostate 
Cancer Genetics (ICPCG). Hum Genet. 2013 Jan;132(1):5‐14. doi: 10.1007/s00439‐012‐1229‐4. 
Epub 2012 Oct 12.PMID:23064873  
  
 
 
 
9. Karlsson R, Aly M, Clements M, Zheng L, Adolfsson J, Xu J, Grönberg H, Wiklund F. A 
population‐based assessment of germline HOXB13 G84E mutation and prostate cancer risk. Eur 
Urol. 2014 Jan;65(1):169‐76. doi: 10.1016/j.eururo.2012.07.027. Epub 2012 Jul 
20.PMID:22841674 
 
10. Laitinen VH, Wahlfors T, Saaristo L, Rantapero T, Pelttari LM, Kilpivaara O, Laasanen SL, 
Kallioniemi A, Nevanlinna H, Aaltonen L, Vessella RL, Auvinen A, Visakorpi T, Tammela TL, 
Schleutker J. HOXB13 G84E mutation in Finland: population‐based analysis of prostate, breast, 
and colorectal cancer risk. Cancer Epidemiol Biomarkers Prev. 2013 Mar;22(3):452‐60. doi: 
10.1158/1055‐9965.EPI‐12‐1000‐T. Epub 2013 Jan 4.PMID:23292082 
11. Steinsvik EA1, Axcrona K, Dahl AA, Eri LM, Stensvold A, Fosså SD. Can sexual bother after 
radical prostatectomy be predicted preoperatively? Findings from a prospective national study 
of the relation between sexual function, activity and bother.BJU Int. 2012 May;109(9):1366‐74. 
doi: 10.1111/j.1464‐410X.2011.10598.x. Epub 2011 Oct 14. 
 
12.  Kader AK, Sun J, Reck BH, Newcombe PJ, Kim ST, Hsu FC, D'Agostino RB Jr, Tao S, Zhang Z, 
Turner AR, Platek GT, Spraggs CF, Whittaker JC, Lane BR, Isaacs WB, Meyers DA, Bleecker ER, 
Torti FM, Trent JM, McConnell JD, Zheng SL, Condreay LD, Rittmaster RS, Xu J. Potential impact 
of adding genetic markers to clinical parameters in predicting prostate biopsy outcomes in men 
following an initial negative biopsy: findings from the REDUCE trial. Eur Urol. 2012 
Dec;62(6):953‐61. doi: 10.1016/j.eururo.2012.05.006. Epub 2012 May 12. 
 
 
13. Chen H, Liu X, Brendler CB, Ankerst DP, Leach RJ, Goodman PJ, Lucia MS, Tangen CM, Wang 
L, Hsu FC, Sun J, Kader AK, Isaacs WB, Helfand BT, Zheng SL, Thompson IM, Platz EA, Xu J.  
Adding genetic risk score to family history identifies twice as many high‐risk men for prostate 
cancer: Results from the prostate cancer prevention trial. 
Prostate. 2016 Sep;76(12):1120‐9. doi: 10.1002/pros.23200. Epub 2016 May 
16.PMID:27197965 
 
14. Conran CA, Na R, Chen H, Jiang D, Lin X, Zheng SL, Brendler CB, Xu J. Population‐
standardized genetic risk score: the SNP‐based method of choice for inherited risk assessment 
of prostate cancer. Asian J Androl. 2016 Jul‐Aug;18(4):520‐4. doi: 10.4103/1008‐682X.179527. 
 
15. Yang L, Lin C, Jin C, Yang JC, Tanasa B, Li W, Merkurjev D, Ohgi KA, Meng D, Zhang J, Evans 
CP, Rosenfeld MG. ncRNA‐dependent mechanisms of androgen‐receptor‐regulated gene 
activation programs. Nature. 2013 Aug 29;500(7464):598‐602. doi: 10.1038/nature12451. Epub 
2013 Aug 14. 
 
16. Prensner JR, Sahu A, Iyer MK, Malik R, Chandler B, Asangani IA, Poliakov A, Vergara IA, 
Alshalalfa M, Jenkins RB, Davicioni E, Feng FY, Chinnaiyan AM. 
The IncRNAs PCGEM1 and PRNCR1 are not implicated in castration resistant prostate cancer. 
Oncotarget. 2014 Mar 30;5(6):1434‐8 
 
17. Lin X, Qu L, Chen Z, Xu C, Ye D, Shao Q, Wang X, Qi J, Chen Z, Zhou F, Wang M, Wang Z, He 
D, Wu D, Gao X, Yuan J, Wang G, Xu Y, Wang G, Dong P, Jiao Y, Yang J, Ou‐Yang J, Jiang H, Zhu Y, 
Ren S, Zhang Z, Yin C, Wu Q, Zheng Y, Turner AR, Tao S, Na R, Ding Q, Lu D, Shi R, Sun J, Liu F, 
Zheng SL, Mo Z, Sun Y, Xu J. A novel germline mutation in HOXB13 is associated with prostate 
cancer risk in Chinese men. Prostate. 2013 Jan;73(2):169‐75. doi: 10.1002/pros.22552. Epub 
2012 Jun 21. 
 
18. Maia S, Cardoso M, Pinto P, Pinheiro M, Santos C, Peixoto A, Bento MJ, Oliveira J, Henrique 
R, Jerónimo C, Teixeira MR. Identification of Two Novel HOXB13 Germline Mutations in 
Portuguese Prostate Cancer Patients. PLoS One. 2015 Jul 15;10(7):e0132728. doi: 
10.1371/journal.pone.0132728. eCollection 2015. 
 
19. Castro E, Mikropoulos C, Bancroft EK, Dadaev T, Goh C, Taylor N, Saunders E, Borley N, 
Keating D, Page EC, Saya S, Hazell S, Livni N, deSouza N, Neal D, Hamdy FC, Kumar P, Antoniou 
AC, Kote‐Jarai Z; PROFILE Study Steering Committee, Eeles RA. The PROFILE Feasibility Study: 
Targeted Screening of Men With a Family History of Prostate Cancer. Oncologist. 2016 
Jun;21(6):716‐22. doi: 10.1634/theoncologist.2015‐0336. Epub 2016 May 5. 
 
20. Heimdal K, Mæhle L, Apold J, Pedersen JC, Møller P: The Norwegian founder mutations 
in BRCA1 : high penetrance confirmed in an incident cancer series and differences observed in 
the risk of ovarian cancer. Europ J Cancer 2003,39: 2205–2213. 10.1016/S0959‐8049(03)00548‐
3 
 
21. Laake K, Telatar M, Geitvik GA, Hansen RO, Heiberg A, Andresen AM, Gatti R, Børresen‐Dale 
AL. Identical mutation in 55% of the ATM alleles in 11 Norwegian AT families: evidence for a 
founder effect. Eur J Hum Genet. 1998 May‐Jun;6(3):23544. PMID:9781027 
 
22. Grindedal EM, Aarset H, Bjørnevoll I, Røyset E, Mæhle L, Stormorken A, Heramb C, Medvik 
H, Møller P, Sjursen W. The Norwegian PMS2 founder mutation c.989‐1G > T shows high 
penetrance of microsatellite instable cancers with normal immunohistochemistry. Hered 
Cancer Clin Pract. 2014 Apr 21;12(1):12. doi: 10.1186/1897‐4287‐12‐12. eCollection 2014. 
PMID:24790682 
 
23. Knappskog S, Leirvaag B, Gansmo LB, Romundstad P, Hveem K, Vatten L, Lønning PE. 
Prevalence of the CHEK2 R95* germline mutation. Hered Cancer Clin Pract. 2016 Sep 
27;14:19. eCollection 2016 
 
	
